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The individual analysed here is adult GD#13A, a 30-50 year-old female. The left petrous was sampled (Fig. S1A ). This was also one of the individuals recognized by Meiklejohn et al. in 1992 8 as showing cranial deformation (Fig. S1B) . Libraries from GD13a were sequenced over a flow cell on a HiSeq 2000 using 100bp
single-end sequencing. Aligned reads refer to non-duplicated sequences while high quality reads includes non-duplicated sequences with mapping quality ≥ 30 and length ≥ 30. (Fig. S4) . Of the ancient samples, GD13a falls closest to hunter-gatherers from the Caucasus (Fig. S4) . [ Figure S6 attached as a PDF as it is too large to fit here] For all Western Eurasian populations and ancient individuals for which a difference could be detected, Kotias shows closer affinity than GD13a (Table S4) . 
S8. UPGMA tree
The UPGMA tree shows that GD13a clusters in the same branch as the Caucasus Hunter-Gatherers (Kotias and Satsurblia) (Fig. S8) .
Fig. S8. UPGMA Tree, showing that GD13a clusters together with Caucasus Hunter Gatherers (CHG). EHG, Eastern Hunter Gatherers; WHG, Western Hunter
Gatherers.
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S9. Phenotypes of interest
Using the Hirisplex prediction model 12 , GD13a was predicted to have brown eyes (pvalue = 0.993) and dark (p-value=0.997), black (p-value=0.899) hair. This was confirmed using imputed genotypes. The eye-colour HERC2 variant rs12913832 was assigned almost equal likelihoods of being homozygous for the ancestral allele (A; genotype probability = 0.501) and heterozygous (AG; genotype probability = 0.499).
Given this result, and that the ancestral allele was observed (2-fold coverage) in the sample it is very likely that GD13a had at least one copy of the ancestral dominant (Table S5) . We visually inspected the rs12913832 (HERC), rs1110400
(MC1R), and rs1426654 (SLC24A5) sites using the Integrative Genomics Viewer 13, 14 as the observed alleles found at these sites may be the result of deaminated cytosine residues. We found that the alleles called at the rs12913832 and rs1110400 variant sites are greater than 10 bp from either end of the read. For the rs1426654 site at least one allele was 10 bp from either end of the read. This, combined with the ! 16! imputed genotypes, suggests that the alleles called at these position are unlikely to be the result of postmortem DNA damage which is more prevalent at read termini.! 
